* * 



Chromosome 


Marker 


M Bases 
From ptel 


Location of 
Nearest 98 
or 99% 
identitv LI 


Gene containing LI 


Distance of 
LI from 
Marker (in 
M bases) 


iq 


FCGR2A 


162.62 


98 (167.4) 


none 


4.78 


lq 


D1S1679 


163.021 


98 (167.4) 


none 


4.34 


iq 


D1S213 


182.58 


98 (178.54) 
98 (182.4) 
98 (182.6) 


LOC127055 

none 

none 


4.04 
0.18 
0.02 


iq 


LAMC1 


187.8 


99 (185) 
98(186.7) 
98 (189.8) 


XPRl 
None 
NIBAN 


2.8 
1.1 
0.02 


iq 


D1S2785 


247 


99 (244.3) 
98 (244.3) 
98 (248.7) 


RYR2 

LOC128172 

none 


2.7 
2.7 
1.7 


4p 


D4S403 


28 


98 (28) 
98(31) 


none 
none 


0 

-> 


4q 


D4S2368 


168.5 


98(166.2) 
99(169.2) 


Similar to testican 
NEK1 


2.3 
0.7 


6p 


D6S2410 


53.57 


98 (47.72) 

99 (48.8) 


SUPT3H 
none 


5.58 
4.77 


16q 


D16S415 


54.31 


98 (54.6) 


MGC5149 


0.29 




D16S503 


65.28 


98(67.7) 
99 (70.5) 


none 
none 


2.42 
5.22 













Table 1 . Chromosomal location of proposed SLE disease loci and full length high fidelity 
LI elements. % sequence identity was determined in comparison to nt 1-884 of accession 
no. U09116. 
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J 



Location 


Contig 


LI 


Gene 


Description or 


Additional 


Marker 




% identity 




mRNA 


Description 

Mr 


(M bases 




to 1-884 of 








from ptel) 




U09116 












location on 












contig 








\62.7 


NT_004406 


91cds 


LOC127384 


XM_060457 


; 






862,690 




Sim to serum 








88,85 




amyloid P/crp 












family 




163.7 


NT_026945 


88cds 


LOCI 26821 


XM_060193 








16,919 




Dead/deah box 












helicase 




165.4 


NT_004745 


97 








Dlsl679 




89cds 


ATF6 










2,404,741 












88,87,87 












87cds 


DDR2 










1,349,888 








167.7 


NT_004648 


95,90,90,87 












88cds 












1,489,481 


ALDH9A1 






D1S196 


NT 004668 


98 


Near 


Sim to Ewmgs 




Z16503 


AL031733 


4,217,155 


FLJ00024? 


sarcoma oncogene 




170.1 


(2,860,000) 


97,95 


LOC92233 






(2,830,998) 






LOCI 27890 


XM_059191 








95cds 


LOCI 279 10 


XM 060726 








6,071,165 












94 




Nucleoside 








94cds 


NME7 


diphosphate 








1,194759 




kinase 








94cds 


LOC127914 


XM 072920 








6,774,236 












92 












91cds 


NME7 










1,172,510 












90 












90cds 


LOCI 279 11 


XM_072918 








6,314,453 












89cds 


ATF6 


CAMP-dep tran 








9,220,139 




factor 








88,87,87 












86cds 


LOCI 27891 


XM_059193 








4,403,629 












84cds 


LOCI 27889 


XM_072913 








4,149,207 









75 








OJ 












o^CQS 


T HP 1 77QA/C. 


AM__iz /yoo 








^ ^0,1 Rzi^ 












yucas 


/ozl 


TvTlV/f AO 1 1 70 

JN M_Uz 1 1 /y 








1 ,U4 /,40J 














T OP1 970^4 

LUV^ 1 Z / "jH 


vVLVl UOu / L rH 








O C 1 A A1 O 

o,j iu,uiy 












o /cas 




Discoidin domain 








7 Q1 A ZAA 


r\F\D 7 


rec fam 2 












Neurotrophic tyr 












kinase rec re!3 








oocas 












yj OK ftOO 


A T TAT TA A 1 










oycas 












"5 /TOA A /I 1 

3,oo0 ? 941 


LOC127885 


XM 060709 








ojcas 












y,35y ? 54o 


LOCI 27944 


XM_060702 










Near tenzb 


Rib prot L3 1 








o j cas 












l,4o/,21o 


T API nO'?/! 

LOC127o74 


XM_072909 








oocas 












0,33^,1 /o 


LOC127yi 1 


XM 072918 








/yeas 












/C A^A 1 OA 

6,030, loy 


LOCI 279 10 


XM_060726 








o3cas 












op/o ? 251 


LOCI 279 12 


XM 060727 








oocas 




Sim to adenyl eye 








o ? D4u,4yt> 


T AP177017 

LULIZ /y Iz 










O 1 Ctli> 














LOC:> /ozl 


VTV/f AA1C7/1 

XM_001574 








o icas 












1QQ 71 A 

jyy, / io 


Kir Ar3 


Kinensin assoc 












protein d 












vmry It Ti v_o ccr\p 












protSMAP - 












cerebellum 




1 7 A 7 
1 /4. / 


JN l__Ozyo /4 


y /cas 


LOCI 27090 


XM 060336 


Ganghoside gm2 






zoo,o4y 




oningolipid 


activator precursor 










activator prot 3 


protem 3 






yocas 


T 1 771 AC 

LOCI 2 /IOj 


XM_072723 








1 QAA I/O 

i,yuo 5 3oz 












yjcas 


T lOTI A A 

LOC127100 


XM_044463 








A/CO A77 

yoo 5 yz / 












A/1 

y4 












yjcas 


t r\r^ 1 77 1 A A 

LOC 1 2 / 1 00 










1 997 1AA\ 
1 ,ZZ / , jHH 












89 












87cds 


LOCI 27 109 


XM_060332 








2,235,511 




Sim to rib prot 












L26 





76 







87cds 


LOCI 27 109 










2,140,534 












86cds 


C10RF9 


XM_002138 








1,510,476 












90cds 


LOC92346 


-x 7--* r f\ A A A f C 

XM_044465 








1,344,710 












88cds 


LOCI 2709 1 


XM_043678 








469,620 


KIAA1096 










87cds 


LOC127100 










1,215,001 












81cds 


LOC127100 










y*"V y~v A AAA 

994,144 












79cds 


T y~v y~t "1 ^ -f /'X 

LOCI 27 100 










937,597 












84cds 


T y^v -a ^ ^ 1 y\ y\ 

LOC127109 










2,231,864 








176 


NT 021942 


81 








176.6 


NT_029873 


98 


Near 


XM_031117 


Phosphotyr 






4281 


LOC90354 


Sim to Rab6 


Binding dom 






97cds 


LOC90354 


GTPase act 








216,844 




protein 








96,86 








177.6 


\Trp /"\y\ /I /I *1 f\ 

NT 004470 


88 








178.4 


NT_029868 


yX *"» 1 

98cds 


LOC 127055 


XM_060298 


Ribosomal L13e 






302,955 






like 






95cds 


FLJ10416 


y— « « 

Sim to 








46,079 




photomorphogenic 








93 




prot 








92cds 












30,009 












78cds 


LOC 127056 


Vi >f ATT7 1 /t 

XM 072714 








479,243 








179 


NT 004398 


bit 




















112.1 


NT_028147 


98cds 


LOC132718 


XM_076833 








2,142,361 












96cds 


LOC 132709 


XM_067997 


Kruppel-assoc box 






563,171 


FLJ 10891 










95 












94cds 


LOC132712 


XM 076837 








1,036,908 












94 












93cds 


T /\ — * -« y^ y^w «^ -4 J 

LOC132714 


XM__067992 








1,520,639 












93,92 












90cds 


LOC 132715 


XM_07ooiU 








1,621,371 












90cds 


LOC 1327 15 










1,596,843 












89 






GNS1 SUR4 



77 



/ 







87cds 
228,178 
86cds 
479,677 


LCE 

LOCI 32707 
Sim to Ac- 
Liketrans el 


XM_045523 
XM_067995 


Long chain fatty 
Acyl elongase 






84cds 

1,928,148 

93cds 

1,431,709 

87cds 

1,260,497 

87cds 

91,217 

78cds 
1,864,383 


LOCI 327 17 
LOCI 3271 4 
LOCI 3271 3 
EGF 

LOCI 3271 7 


XM_076832 
XM_067992 
XM_067998 
XM_003608 

XM_076832 


Mitogenic; stim 
phos of H3; LDL 

Ivv VJ. will CI. Ill 

Protect from LDL 
oxidation 


113.9 


NT_006371 


94cds 
574,774 

92cds 
517,127 


CAMK2D 
LOCI 33294 


XM_077029-x 


Calcium/calmoduli 
n 

Den lcina^p Hplta'!? 

jS w LJ JVXAJ.CI.i3V/ Uvl \t\ / . 

May be involved in 
neuron signaling 
hippo/ pyramidal 
cells? 


114.8 


NT_022790 


94 

87cds 

649,533 

86 


LOCI 32392 


XM_067820 




D4S430 
Z17169 1 
115.4 
(111,507) 


NT_029273 
AC053545 


92,90,86 








116 


NT 028173 


94cds 
45,91 1 


LOC 1 32747 


XM 076846 




116.2 


NT 022931 


Nss 








116.7 


NT_022989 


87,88 
83cds (17) 








117.4 


NT 016599 


97 




















160.7 


NT_023152 


98 

1,764,039 
98 

2,130,593 

98cds(l 1 

446,551 

97,97 

94cds 

1,473,285 


Near 

LOC133516 
LOC133511 
LOC133515 


XM_077106 

XM 068388 
Sim pdgf rec like 
Prot 

XMJ)77105 





78 








94 












92cds 


LOC133514 


XM_077104 








1,275,463 












92cds 


ATP 1 OB 


ATPase 








258,166 












88,87 












mm 4 

87cds 


LOC133515 


XM_077105 








1,399,629 












87 












82cds 
1,884,591 


GLRA1 


Glycine rec alpha 1 
Startle dis/stiff 


Mutated in hyper- 
Ekplexia (startle 






81cds 


LOC133512 


man syndrome 
XM_077102 


dis) — exon 6 






530,876 












80cds 


ATP 1 OB 










250,195 












81cds 


LOCI 335 15 










A A /""V V ^\ 

1 ,454,062 








163 


NT_006788 


98 

1,682,752 


Near 

LOCI 34347 


XM_068801 








86cds 


SGCD 


Sarcoglycan 


Knock out has 






1,106,028 




Dystrophin assoc 


cardiomyopathy 






85cds 


LOCI 34344 


gP 

XM_056963 








377,215 












88cds 


SGCD 










1,135,192 












86cds 


LOCI 34344 










370,363 








164.5 


NT 029980 


Nss 








165.4 


NT 007006 


85,88,92,81 








166.5 


NT 029289 


Nss 








167 


NT 023255 


Nss 








167.3 


NT 025716 


94 








D5s422 


NT 006983 


94cds 


LOCI 34485 






Z16965 


ACO 10602 


184,438 








(167.97) 
(380,023) 


(438,043) 


91 

87cds 


LOCI 34487 






D5S400 




349,741 


■ 






D5S410 




86cds 
807,389 
82cds 
849,502 


LOCI 34491 
LOCI 34491 










86cds 


LOCI 34488 


Sim to fibulin 


Ig domain 






619,246 










84cds 


LOCI 34486 










278,288 




• 




172 


NT 006907 


88,87,87,85 








175.5 


NT_023 1 54 


96 

87cds 


LOC133532 


XM 077110 





79 








1,084,950 

89cds 

596,953 

84cds 

955,499 

75cds 

675,271 


LOC133527 
LOC133530 
LOCI 33527 


XM_068392 
XM_077109 
















0 


NT 008060 


86,90 








0.7 


NT 023779 


91 








1.5 


NT_023744 


97cds(31- 
463,266 


LOCI 37257 


XM 051541 
DLGAP2 
Concentrated in 
synaptic junctions; 
Coprecip with 
GRIN2A 
(NMDAR2), 
APC, and beta- 
catenin; colocal 
with DLG4 and 
GRIN2 A in hippo 


Interacts with Horn 
of Drosophila discs 
tumor supp prot are 
assoc with NMDA 
rec and K channel 
prot; brain and 
kidnev cand for 
progressive 
epilepsy with 
mental retardation 


2.2 


NT_008087 


94,93 
85cds 
461,662 
81cds (9- 
448,734 


LOCI 37745 

« 


XM_070579 
Sim to Pto kinase 
interactor 




3.8 


NT_008227 


94cds 

56,458 

86cds 

1,825,757 

85cds 

1,786,802 

87cds 

1,625,088 

94 

94cds 
1,805,349 
84cds 
342,566 


LOCI 37940 
CSMD1 

« 
« 

« 

LOCI 3 7946 


XM_078497 
XMJ)54838 

XM_078501 


CUB (found inClr, 
Cls, uEGF, and 
BMP) and sushi 
multiple domains 1 ; 
CCP domain 
(abundant in 
complement control 
proteins) 


5.6 


NT 023736 


88,87 








6.3 


NT 023904 


Nss 








D8S503 
Z23470 
7.28 

(2,564,262) 


NT_0 19483 


98cds 

2,224,912 

86,86 

85cds 

2,492,759 

92 


LOCI 3 7062 
LOCI 37065 


XM_078189 
XM_070213 




10 


NT 023868 


Nss 








10.2 


NT 030035 


86 








10.4 


NT 026362 


85 









80 



10.8 


NT 008010 


85 








11.2 


NT 008175 


Nss 








1 1 .o 


IN 1 UUolZo 


yz 








n i 
IZ.l 


\tt C\C\QC\(\A 

IN l_UUoUU4 


yucas 
93,373 


rDr 1 1 


AM_UJjO50 

Cholesterol 
Diosyntnesis 
ivec synaronie 


rarnesyl- 
diphosphate 
iarne sy itransierase 
l 


19 A 




IN bo 








13 


NT_008161 


90cds 
1,633,926 


LOC137868 


XMJ)59926 


Sim to zeta 
sarcoglycan 


1 1 A 

13. 0 


IN 1 UJUUJU 


INSS 




















21.9 

- 


NT_023704 


84cds 

1/11 A7< 

oD 










IN 1 UUoZUO 


/ / 








22.9 


NT_008300 


93cds 

1 1 o noi 
j iy,uy i 








23.3 


NT 008047 


Nss 








23.8 


NT 023664 


Nss 








24.6 


NT_008130 


95cds 
680,765 


LOCI 378 15 


X 




D8S1771 
Z53561 
26.48 
(517,449) 


NT_023666 


91,93 

91cds 

1,277,844 

97cds 

361,474 

86 


LOC137104 
LOCI 37097 






27.3 


NT_030023 


98cds 
332,957 


BNIP3L 


BCL2/adenovirus 
E1B 19kD- 
interacting protein 
3 -like family 
proapoptotic 


Mitochondria; 
colacalizes with 60 
kDhsp-l; 
proapoptotic fxn; 
binds BCL2 family 
members 


27.9 


NT_008139 


99cds 

611,028 

87,87,86 


LOCI 37822 


XM_070621 


? 

• 


29.5 


NT 007988 


93 








31 


NT 007993 


85cds 
185,359 


WRN 
RECQL2 


Werner syndrome 
Homolog of RecQ 
helicase; 3 5 to 5' 
exonuclease; 
Nucleolar; homol 
gene in C. elegans 
implicated in 
silencing oi 
transposons and 
RNA interference 


Scleroderma-like 

skin changes; 

subcutaneous 

calcification; 

premature 

artenoscl, DM; 

acceleration or 

xeiomere-uriven 

replicative 

senescence 














101-125 


NT 009151 











81 



125 


NT 

A ^1 A 


030107 


N^<5 
i oo 








129 


NT 


009215 


94nH<; 


TFCTA 

A A_/Vw^ 1 ./A 


1 CCUJI in dlL/lla. 










1 920 753 












88 

XX VX 














81cds 


GRIK4 


vjiuuiiiiait' itt 










2 324 593 














99cds(118- 


LOCI 20493 


Sim to LINE RT 


XP 062069 








1 215 303 




homoloc? 

llv/lllV/lV/t 




D1 1 nW4 


NT 


0091 1 S 


OR 


IN Cell rlVJO 


ro j-maucccx gene 




7171 1Q 






R77 R40 


7R4 107 

/ Otj 1 V/Z 


o, aCllVd.lCa dJl 




132 8 










flTiOTYfotlf* nfltriWJIV 

CAAJlJJ-JlV'lA^' tyCALll W <Ajr 




(1,384,127) 








LOCI 20253 




Sim to surf gp, Ig 


Dlls925 












fam 








OR 














494 488 


FF71 


A aoC dllvJ. CHJllg, 


/A^vuriai ouigrovvxri 










446 0S0 


i ILHCII1 ZCld. 1 












Near 

J. ^ VtU 














T OC1707S1 


S77 3R0 
.JZ / ,^OV/ 


oiin to eioposiac- 


• 












induced mRNA 










ITM1 


550,705 


Integral mem prot 










CHEK1 


584,640 


checkpoint 














monitors meiotic 














recomDination 










t nri 70771 


























Q4r»rlc 


t nn 709A7 

i^VJv^ I zuzo / 












7 7SR 091 














Q1 03 07 RR 














R3 R3 R3 

O JjOJjO J 
















T r>rM 707Q^ 












4 07R OOR 














ROrHe 


T DPI 707RO 












4 773 040 
















T OP 1 707^3 












RR0 S71 
















T On 20279 












3 694 083 














96cds 


LOCI 20275 












3,364,553 

— ■<* « ^X XX ■ * w' ^x ^x 








138.3 


NT 

-A. 1 -A 


009056 


93cds 


LOCI 202 14 


XM 07527 










1,156 972 








140.3 


NT 


024213 


nss 








141 


NT 


009276 


95,85 








142 


NT 


024180 


bits 




















D20S112 


NT 


011387 


99 


Near 


23,329,380 





82 



1 1 O^lV/f 


ALU J 1 o /j 


23,31 1,773 


T f~\i~^> 1 O O O 1 T 

LOCI 288 17 










99 


Near 


12,701,572 








12,692,681 


LOCI 28729 










99cds 




sim to 








11,518,452 


PGAM-B 


phosphoglycerate 












mutase, brain 








97,96,96,96 




form 








95cds 


LOCI 28685 










6,207,479 












m* 

95 












94cds 


LOCI 28795 










21,802,506 












94,94 












99 


near 


6,805,558 








7,007,833 


LOC128691 










93cds 


LOCI 28726 










12,015341 












94,92,91 




• 








89cds 


LOCI 28759 










18,218,585 












88cds 


LOCI 288 12 










22,879,343 












87,87 












84cds 


LOCI 28749 










16,679,616 












90cds 


LOC128753 










17,006,560 












88cds 


LOCI 28727 










12,377,291 












88cds 


LOCI 28649 










2,150,115 












88cds 


FLJ20212 ? 










13,478,906 












88cds 






Hi in islets of Lane 






17,296,781 


LOC96688 


Sim to 










(17.15- 


neuroendocrine 










17.4)XM_ 


convertase 2 










046457 


precursor (NEC 2) 








87cds 


LOCI 28794 










21,739,101 












86cds 


LOCI 28666 










4,Zo /,o(Jl 




bim to SbLlL | 


Suppressor of hn- 1 2 






87cds 


DJ842G6.2 


XM_046437 


Pancreas; negative 






13,357,375 






Regulator of notch 






84cds 


LOC128714 




pathway 






11,038,855 









Table 2. Analysis of LI element expression in the genomic regions neighboring schizophrenia disease loci. Seven loci 
on 5 chromosomes were studied and are darkly highlighted. 
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Location 


ivi oases 
From ptel 


t^ontig 


yoiaentiiy to 
U09116 1-883 
Location of LI 
in contig 


Lrene or 
LocusLink 


JJescntion oi Uene 
Or similar Gene 


Additional 
Description 






























iq 


148.2 


NT 022052 ? 


89 








































NT_004434+ 


95cds 

435,546 

94,89 

88cds 

414,715 

82cds 

874,365 

82cds 

867,310 


LOCI 27469 
(148.75) 

as above 

LOCI 27475 
(149.2) 
as above 


Sim to 

bM332P19.3- 
novel 7 

transmembrane 
receptor rhodopsin 
family olfactory rec 
like protein 








NT 030568 


88 










150 


NT_029226- 


89cds 
737,990 


jGezannei 
(149.8) 


Cellular zinc finger 
anti-NF kappa B - 
A20-hke zinc 
finger domain 
(inhib of cell death) 








NT 004811 


Bitcds 












NT_021907+ 


89cds 
787,136 


LOCI 26632 










NT 004441 


82,87 












NT 030577 ? 


Nss 










154.5 


NT 021933 


Nss 












NT 004524 


Nss 








lq22 




NT_004858+ 


85cds 

2,260,795 

94cds 

2,352,293 

o/cds 

2,322,154 

84cds 

2,355,589 

84cds 

2,300,855 


LOCI 28249 
(157.95) 

(« 
cc 
U 
tc 


Sim to cell surface 
^cu^cjfle Ly-9 

-Ig superfamily 
(others are CD2, 
CD48, CDS 8) 


XM 060902 
(Ly-9 = 
AF244129; 
29% identical) 






NT 019291- 


Bits 










159 


NT_004982+ 


94cds 
1,245,500 


LOCI 28375 
(159.83) 


Sim to gamma 
interferon inducible 





84 










93,88,85,85,84 




protein 16 








NT 030566- 


94 












NT 026222 ? 


Nss 










161 


NT_004406- 


91cds 


LOCI 273 84 


Sim to porcine 


Binds to lipid of 








862,690 


(160.62) 


Amyloid A protein 


apoptotic cells 








88,85 












NT_026945+ 


88cds 


LOCI 26821 












1 £> 01 Q 








D1S1679 


163.021 


NT_004668 












162-171 


NT_004668- 




Near 


Sim to Ewings 


Breakpoint 








4,217,155 


FLJ00024? 


sarcoma oncogene 


region 








97,95 


LOC92233 














LOCI 27890 


XM_059191 










-95cds 


LOCI 279 10 


XM_060726 


No con dom; 








6,071,165 






drohom 








94 




Nucleoside 

j . .... J,- . - > '-. " . . . . 










Mm 


NME? 


diphosphate kinase 










1,194759 


(170.2-.5) 












-94cds 


LOCI 279 14 


XM_072920 










6,774,236 


(964.85) 












92 














91cds 


NME7 












1,172,510 


(170.5 












90 














-90cds 


LOCI 279 11 


XM)072918 










6,314,453 














-89cds 


1A.TF6 


CAMP-dep tran 


Unfolded prot 








9,220,139 


(162.3-.4) 


factor; binds SRF 


response 








88,87,87 






FLJ21522 








-86cds 


LOCI 27891 


XM_059193 


Sim FLJ00024 








4,403,629 


(167.2) 




SH3 dom 














Phosphotyr 














Interaction 














Sim transporter 








84cds 


LOCI 27889 


XM_072913 










4,149,207 














85 














-83cds 


LOCI 27906 


XM_1 27906 










5,501,845 














-Ocds 


LOC57821 


NM_021179 










1 ,047,463 














-87cds 


LOCI 27934 


XM_060744 










8,510,019 














87cds 




Discoidin domain 


Extracell factor 



85 


















Vm-like 












(163.8) 




domain; act by 
















collagen 


























4^^wil 




Catal dehvdroeen- 












-89cds 


(166.75) 


Ation of GAB A 












3,680,941 


LOC127885 


XM_060709 


Sim toFlavin 
















cont 










-85cds 


LOCI 27944 


XM_060702 


MonooxygenS 










9,359,548 


Near fcfr2b 


Rib prot L3 1 














(163.22) 














-85cds 


LOCI 27874 


XM_072909 












1,467,216 
















-86cds 


LOCI 279 11 


XM_072918 












6,335,176 


(165.4) 














-79cds 


LOCI 279 10 


XM_060726 












6,030,189 


(165.5) 














-3cds ? 


LOCI 279 12 


XM_060727 












6,578,251 


(165.05) 


Sim to adenyl eye 












-86cds ? 


LOCI 279 12 














6,540,496 
















-81cds 


LOC57821 


XM_001574 












1,040,525 
















8 1 cds 


KIFAP3 


Kinensin assoc 












399,716 


(171.08- 


protein 3 














171.2) 


Smg GDS-assoc 


Armadillo 














jprotSMAP - 


repeats; phos by 














cerebellum 


v-src 


D1S196 


168.76 
















NT 


004732- 


87,87,89,87 












NT_ 


030564- 


87cds 


LOCI 27 144 














201,283 


(174.1) 








175.5 


NT_ 


,029874+ 


97cds 


LOCI 27090 


Sim to ganglioside 


Ganglioside 










286,649 


(164.57) 


GM2 activator 


gm2 activator 














precursor (SAP-2) 


precursor 
















protein 3 










96cds 


LOCI 27 105 


XM_072723 












1,900,362 
















95cds 


LOCI 27 100 


XM_044463 


XP 044463 










969,927 






KIAA0820 










94 


(175.0) 




Dynamin 










93 cds 


LOCI 27 100 




domain GTPase 










1,227,344 






effector domain 










89 






(mediate vesicle 










87cds 


LOCI 27 109 


XM 060332 


trafficing); 



86 










2,235,511 
87cds 

86cds 

90cds 

1 1AA 71 fi 

88cds 
469,620 


LOCI 27 109 

C10RF9 

LOC92346 

LOCI 27091 
KIAA1096 


Sim to rib prot L26 

XM_002138 
XM_044465 
XM_043678 


pleckstrin homo 








1,215,001 

10 














994,144 

W&M 














937,597 

84cds 

2,231,864 


(175.6) 
LOCI 27 109 










NT 021942 ? 


Bits 












NT 030570 ? 


Nss 










177.5 


NT 004470- 


Bits 












NT_029868+ 


Beds 

302,955 
95cds 
46,079 
93 

92cds 
30,009 
78cds 
479,243 


LOCI 27055 
(178.54) 

FLf 10416 
(178.3) 

FLT10416 
LOCI 27056 


Sim to 

photomorph- 
Ogenic prot 




D1S1589 
(182.58) 




NT_026949+ 


■ (182.4) 
3,396,062 
Qcds (182.6) 
3,597,400 
97 

97cds 

3,809,963 

96cds 

3,954,485 

96 

95cds 

1,184,773 

94 

93cds(3 1 
2,588,833 
91,90 
88cds 


* 

LOC90354 
As above 

LOC126850 

LOCI 26858 

LOCI 26850 







87 









1,228,754 














00,00 


















Guanine nuc 


Like SOS 








llcds 


LOCI 26850 


exchange factor 










1,243,379 




















Nephrotic 
syndrome 








3,170,271 


(181.85) 






185 


NT_004552+ 


Beds 

1,317,693 
87 

86cds 

2,407,307 

86cds 

2,445,258 

79cds 

2,487,143 

88cds 

/ /8 5 4ol 


(184.28) 

LOCI 27663 
(185.7) 

as above 

as above 

MGC2404 

(183.93) 


Xenotropic and 
polytropic 

retrovirus receptor 

???? 
. » * . 








N 1 _0292 1 9+ 


Hi (186.7) 
85,973 
96,92 
96cds 

3 /9 ? 8;>3 


X T 

Near 

LOC126918 
(186.7) 
LOCI 26920 
(187.15) 


Sim to embigin 
Sim to KIAA0456 








NT 029880 ? 


Nss 








LAMC1 


188.6 


NT_029864- 


93cds 


LOCI 27028 






(187.8) 






983,033 
89,89 
78cds 
956,095 


(188.4) 
as above 










NT_004487+ 


fflcds (189.8) 
340,228 


Clorf24 


Niban 










III 


Near 












3,128,788 


LOCI 27523 

"V T 

Near 












2,880,876 


LOCI 27522 
And LOC 
127521 












95cds 


Clorf26 












752,376 














95,95,93,92 














91cds 


FIBL-6 


Sim to basement 










1,658,122 


(190.65) 


membrane specific 
heparan sulfate PG 
core protein 
precursor 





88 










92cds 
879,310 
85cds 
1,757,301 


LOCI 275 14 
(190.3) 
LOCI 275 19 


Near PRG4 








NT_02l972- 


86cdsbit 
272,0623 










195 


NT 021905- 


93,91,90 
.. _ 












NT_004671+ 


Beds 

2,492,2 1 3 
97 

96cds 

6924 

96 


LOCI 27964 
LOCI 27946 


Sim to ribosomal 
prot L23 A 

-sim to myomegalin 






200 


NT 004599+ 


84,82 












NT 021909+ 


Bits 












NT 004416- 


Mjlihl — 

H 

392,676 

Tttr •— rf ?"*iiT *J 

551,372 


Near 

LOCI 27387 
(202.65) 

LOCI 273 88 
(202.5) 


Sim to H factor 1 - 
complement 
Isoform 1 

-sim to complement 

Bgliiursor^ii^' 


1 Also near factor 
H 

sushi 






NT_029862+ 


797,582 
93 

93cds 

93 1 ,447 

88cds 

83,139 

83cds 

255,648 

92cds 

958,777 

134,515 


Near 

LOCI 270 12 
(204.1) 
LOCI 270 12 

(203.22) 

LOCI 270 12 

r ~ . ..„.~ — t 

(203.28) 


Factor H-rel 
Prot 5 

Coag factor 13B 








NT_030560 


88 

82cds 
258,938 


LOC127117 








207.5 


NT 004680+ 


92,92,89,86 








D1 ^1 678 

l~J 101U/0 




IN 1 _UUHOOZ- 


yjcas 

676,800 

92cds 

481,841 

83cds(57 

534,300 


LUC 127827 
(212.45) 
LOC93273 
(212.48) 
LOCI 27827 


Simtogp330 j 
Sim to 

thymopoietin 








NT 021924 ? 


88 









89 






914 


NT 0909 1 7- 


RQ QO 




ii^- 1 u, ijj\r area. 










OA 09 

87cds 
578,468 

^■(757- 
391,332 


LOCI 2723 5 

(214.92) 

CR1 


Small fragment 








XTT O^O^O 9 
IN 1 /y { 


JNSS 












NT 030575 ? 


Nss 










216 


NT_021877+ 


Beds 

1,352,011 
92 

88cds 
1,411,541 


LOCI 266 15 
(217) 

as above 










NT_030578- 


1,301,974 

1,294,365 
87 

87cds 

731,351 

86 

90cds 
686,368 

llHi 

1381,704 

88cds ! 

1,265,982 

80cds 

1,494,931 


KCNH1 
(217.84- 
218.23) 
KCNH1 

MGC 14801 
(218.52) 

LOC127190 

KCNH1 

kcNhi 

LOCI 27 192 


K voltage-gated 
channel 

Sim to p2 1 -Arc 


Myoblasts at 
fusion stage 






NT_004993+ 


87cds 

694,358 

87,85 

:85cds' 

378,593 

87cds 

1,417,141 


LOC128385 

FLJ10874 

(219.7) 

LOC128391 










NT 029884 ? 


Nss 










222 


NT_004612- 


93 

o /CQS 

1,675,483 

89cds 

1,674,521 

87cds 

577,128 

87cds 


1Z / /Do 

(221.25) 
as above 

LOCI 27742 

LOCI 2775 8 







90 









1,593,865 












NT 030582+ 


Bits 








Iq41 


225 


NT_004817 


■ 

773,814 

96cds 

1,098,009 

94 

88cds 
1,364,541 

79cds 
1,422,107 


Near 

LOCI 28 150 
And 

LOCI 28 149 
LOCI 28 153 

PWK2S2' 
(225.25) 

LOC128155 


Glycine rich 
nucleic acid 
binding domain 


RNA 

processing 
protein? 






NT 029863+ 


Nss 












NT_029871+ 


96cds 
739,776 

93cds 
319,420 
93cds 
295,189 


RAB3- 
C5Ali§0 
(228.1) 
LOC127083 

As above 


GTPase activating 
protein 




lq42 


229 


NT_004642- 


86 

87cds 
146,862 
84cds 
306,312 


LOCI 27803 
LOCI 27805 










NT_029866+ 


86cds 
42,308 


LOCI 27046 










NT 030576? 


Nss 










230 


NT_021953+ 


85cds 
289,839 


LOCI 26708 










NT 029858 ? 


Nss 










231 


NT_004861+ 


97 

93cds 

348,708 

93 

85cds 

179,795 

92 


LOCI 28253 

FLJ10052 
(231.6) 


Contains sushi 
domain ; sim to 
DAF precursor 








NT_004525- 


83,83,93 

83cds 

313,463bit 


LOC127586 
(234.43) 


Sim to synapsin I 


ADPRTarea 
(233.45) 




235 


NT_004908+ 


92,87 
85cds 
42,367 


LOC128303 







91 







NT 004559+ 


Bits 










237 


NT 021973- 


bits 










238.5 


NT_004753- 


543,853 


(238.61- 
239.13) 


Disrupted in 
schizophrenia 


1 Multiple 
sclerosis lesions 


D1S3462 


238.9 


NT 004753 


In DISCI 










240 


NT 004433- 


96cds(757 
10,613 


LOCI 27452 










NT 030561- 


90,88 












NT 022107? 


Nss 








D1S235 


242.97 


NT_004836 


In CHS 1 
243.07 








RYR2= 


244 


NT_004836- 


Beds 


RYR2 


Cardiac 


1 Calcium release 


244.3- 
244.9 

D1S235 






2,329,412 
Beds 

2,379197 
92,92 


(244.3 
LOCI 28 172 




Channel of 

sarcoplasmic 

reticulum 








88cdt 

3,235,442 

cdspartial 


TM7SF1 
(243.38) 


Increased in kidney 
transmembrane 




D1S2785 


248 


NT_004771+ 


BBS 

Hi 

(248.7) 
1,913,492 


Near 

LOCI 14922 


Sim to pentraxin rel 
gene-3 










92 

91cds 
771,848 


RGS7 

(147.52) 


GTPase activating 


Mostly in brain 




250 


NT_004734+ 


97,87,87 














86cds 


AKT3 


v-akt murine 


Protein kinase 








2,159,228 


(25 1.3-.4) 


thymoma viral 


B, gamma; 








88cds 


LOCI 28041 


oncogene 
homolog3 


pleckstrin 
homol domain; 
Ser/thr kinase 








870,185 


(250.2) 










NT 026947 ? 


Nss 












NT 030586 ? 


Bits 










254 


NT_004536+ 


B (252.6) 
340,220 

97 

95cds 

1,954,493 

86 

85cds 


Near 

LOCI 276 15 

(309,963) 

AndLOC 

127616 

(354,490) 

s 

FLJ21080 
(254.2) 

LOCI 276 10 


jSMtddif recs 1 

SET domain; 
MYND finger 
Sim to olf rec 





92 










453,782 

85cds 

546,320 


LOCI 27622 








256.4 


NT_029870+ 


97,92,92 

94cds 

21,328 


LOCI 27057 


Sim to olfactory rec 
1-25 





Table 3. Contigs on chromosome lq containing full-length LI element sequences. Nss signifies no 
homology to nt 1-884 of accession no. U091 16. 



93 



/ 



M 


Marker 


Gene 


Contig 


LI element 


Bases 








%identical to 


from 








nt 1-884 of 


ptel 








consensus 
Location in 
contig 








NT 010552 


88 








NT 010540 


Nss 








NT 010388 


Nss 








NT 027184 


Nss 








NT 010543 


Nss 








NT 015360 


Nss 


6.0M 






NT 027178 


Bit 








NT 010384 


Nss 








NT 010537 


84 


11M 




FLJ 12668 


NT_010530 


98 

1,112,885 
87 

87cds 
1,997,396 


12. 5M 




FLJ12363 


NT_010419 


86 

92cds 

571,065 

86,83 






Myosin 


NT 010393 


86,86,89,89 








NT 024760 


Bit 


17.3M 




LOCI 15995 
Sim to LIP 
isoform of 
BLIP 


NT_024822 


99,3'utr(208- 

25,588 

91,87 








NT 010584 


Nss 


20M 






NT 024776 


Nss 








NT 030153 


95 








NT 010436 


Nss 








NT 024801 


88 








NT 010592 


Nss 








NT 027182 


88,87 









NT 010604 


89,88 


27.5M 






NT 010591 


Nss 








NT 010441 


88 








NT 027176 


Nss 








NT 010589 


Nss 








NT 024802 


Nss 


32M 




ITGAM 
(CR3 ;CDllb) 


NT 024812 


88cds 
447,353 



94 




44.3M 






NT 028368 


89 


45M 






NT_024773 


98 










671,001 










98 










748,545 










93,92,92,90,90 










88,87 


45.5M 






NT_0 10570 


96,92, 






PHKB 




90cds 










564,374 










89 






CDA08 




84cds 










900,968 










91 






CD AO 8 




91cds 










1.065,272 






CDA08 




86cds 










810,315 










88,85 






PHKB 




82cds 










700,819 






CD AO 8 




87cds 










822,483 






PHKB 




85cds 










693,085 








NT 010637 


Nss 








NT 010505 


97,84,87 


50M 




Near LOC 


NT_024779 


98 






115613 




811,937 






sim to Na and 




94,91,88 






Cl-dep transpo 




89cds 






ZNF267 




596,749 








NT 029461 


Nss 








NT 010493 


Nss 








NT 010521 


86,85,83 


54M 


D16S 


MGC5149 


NT 0 10498 


98cds 




419 






746,473 




D16S415 






8d,96 5 91 


55.8M 




AMFR 


NT_019610 


93,93 






Autocrine 




OA 1 

89cds 






motility factor 




288,196 


57.4M 






NT 024766 


bit 


58.6M 






NT 010406 


94,83 


60.2M 






NT 029457 


95,95,93,86,86 


62.5M 




CDH8x3 


NT 010463 


97cds 






Cadherin 8 


CDH8x3 


1,670,319 



95 



J 











3HJvAxo 

1,689,733 
95cds 
1 806583 
93,93,89 


62.9 






NT 019621 


Nss 








XJT 0 1 0£ 1 n" 


Cn Q7 Q1 


65 (77) 


D16S3253 
D16S503 


0.1/3.2 


NT_0 10558 


95,87 


oo.o 






IN 1 U IUD*fO 


Oft 

7SR 000 


69.8 




Near CDH3 

( t"\1 ck r*{*r\tn 1 ^ 


NT_0 10478 


99 

2 329 912 
88 


71 1 






NT 019608 


Nss 


71 Q 






NT 030154 


Nss 


7? 1 






NT 078369 


bit 


72.6 




Near DKFZp 
434L0850 


NTJH0635 


99 

6635 


73.1 






NT 010580 


Nss 


7^ Zl 






XTT 0771 7S 

IN 1 vi. / 1 / J 


oo 


7 A 0 






TsJT 07J.70? 

IN 1 UZ*+ / 7Z 


07 

7/.00 








XTT 07QJ.^A 
IN' 1 uZy^tjO 


J.NSS 


i / DlVl 




in ear 

y nro^??n 

1 o m min rf^r* 1 

luXilXliXll 1 1 


In 1 \j 1 UjJO 


00 

yy 

78? 847 








NT 030151 

X >l X w — ' V/ X ~J 1 


NSS 








NT 074793 


84 


78M 






NT 010480 


85 








NT 030152 


Nss 








NT 074797 


Bits 








NT 026456 


Nss 








NT 024827 


87 86 

*■ 








NT 024821 


Nss 








NT 010380 


93 








NT 010422 


97,86.80 








NT 028372 


Nss 








NT 010494 


Bits 








NT 024814 


96,94,90,84 


86.5M 




CDH13 
(heart) 


NT_0 10428 


99cds 
701,822 








NT 028371 


Nss 



96 



) 









NT 024767 


Bit 








NT 024788 


95,94 








NT 030156 


Nss 








NT 019609 


Nss 








NT 024772 


Nss 








NT 024782 


Nss 








NT 024759 


Bit 


90.8M 




GALNSx2 


NT_0 10404 


91cds 






Galactosamine 




62,543 






sulfatase 




91cds 










69 : 091 








NT 010632 


Nss 


92M 






NT 010542 


Nss 



Table 4. Location of full-length LI elements on chromosome 16. Nss signifies no 
significant homology with nt 1-884 of LI consensus sequence in accession no. U091 16. 



97 



Location 1 
M Bases 
from ptel 


Contig or 1 
BAC clone 


LI element 
%identity to 
consensus 1- 
884 ! 
location in 
contig 


Gene 








7.8M 


NT 029490 


80 


APP 
ADl 

11-39.6M 
23 .9M 

1 1 
| 


NT_011512 


97 

22,448,995 
97 

1,963,309 
97 

20,880,812 

97cds APP 

12,869,179 

96,94,93 

93cds DSCAM 

26,987,787 

93,91 

90cds TTC3 

24,057,658 

89,89,88 

87cds : DSCAM 
j 27,064,029 
86,86,85 i 


1 11M 


AP001464 


| Nss 


I 


AJ239321 


1 89 




! 


AP001170 


1 Nss 




1 


AP001135 


1 Nss 




1 


AJ239318 


1 Nss 




1 


AL049911 


1 Nss 




I 


AL050302 


1 Nss 




1 


AL078475 


1 Nss 




I 


AP001465 


1 Nss 




1 


AL 163204 


86 




I 


AL 109748 


1 Nss 




1 


AP001466 


1 Nss 




I 


AP001634 


83 






AP001347 


89 






AL078615 


1 Nss 






AF130358 


83 






AF 130249 


1 Nss 


STCH 




AF 130247 


1 Nss 




12.6 


AF165138 


1 Nss 






1 AF 198098 


1 88 





98 





AF130351 


Nss 






AF127936 


88 






AF248484 


97 

86,680 

O T 

87 






AF127577 


97 

9772 
87 






AF222684 


Nss 






AF222685 


Nss 




13.3 


AF 130248 


"V T 

Nss 






AF246928 


"X T 

Nss 






AJ006998 


Nss 






AJ009632 


X T 

Nss 






4 TA A/'AAH 

AJ006997 


Nss 






*t a a a r\ 

AL034449 


X T 

Nss 






4 T/"V 1 f\ C 

AJO 10597 


Nss 






AJO l 0598 


91 




1 A 

14 


AL109762 


91 






4 t* r\ r\ t ^ A A 

AP001344 


"X T 

Nss 






AP001346 


89 






AP001343 


O f\ 

80 


- 




4 T4AA 1 -1 

AP001172 


Nss 






AP000962 


"V T 

Nss 




14.65 


AP000473 


Nss 






AF130359 


76 






AF2 12831 


"V T 

Nss 






AF130418 


93,90 






AP001250 


Nss 






AP000457 


O C Of ox* 

85,93,85,86 






AP000968 


C\ A 

94 






AP000952 


96 






a nAAAA/ro 
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Table 5. Location of full-length LI elements on chromosome 21. Nss signifies no 
significant homology with nt 1-884 of LI consensus sequence in accession no. U091 16. 
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